Small non-coding RNAs (sncRNAs), including microRNAs (miRNAs) are important post-transcriptional gene expression regulators relevant in physiological and pathological processes. Here, we combined a high-throughput functional screening (HTFS) platform with a library of antisense oligonucleotides (ASOs) to systematically identify sncRNAs that affect neuronal cell survival in basal conditions and in response to oxidative stress (OS), a major hallmark in neurodegenerative diseases. We considered hits commonly detected by two statistical methods in three biological replicates. Forty-seven ASOs targeting miRNAs (miRNA-ASOs) consistently decreased cell viability under basal conditions. A total of 60 miRNA-ASOs worsened cell viability impairment mediated by OS, with 36.6% commonly affecting cell viability under basal conditions. In addition, 40 miRNA-ASOs significantly protected neuronal cells from OS. In agreement with cell viability impairment, damaging miRNA-ASOs specifically induced increased free radical biogenesis. miRNAs targeted by the detrimental ASOs are enriched in the fraction of miRNAs downregulated by OS, suggesting that the miRNA expression pattern after OS contributes to neuronal damage. The present HTFS highlighted potentially druggable sncRNAs. However, future studies are needed to define the pathways by which the identified ASOs regulate cell survival and OS response and to explore the potential of translating the current findings into clinical applications.
INTRODUCTION
Different classes of small non-coding RNA (sncRNA) species have been uncovered with sequencing strategies, with many modulating gene expression through diverse mechanisms. MicroRNAs (miRNAs) are the best known class of sncRNAs, transcribed as long precursors (pri-miRNAs) and processed to a mature, double-stranded, short RNA of $20-25 nt. 1 The active strand of this duplex is loaded into the RNA-induced silencing complex (RISC), where it guides mRNA decay or inhibition of translation through incomplete base pairing with the 3 0 UTR of target genes. 2 Each miRNA targets hundreds of genes, and a gene can be targeted by several miRNAs. 3 We have recently shown that the number of miRNAs is larger than anticipated, 4 with new miRNA candidates being evolutionarily young and overrepresented in the human brain.
Relative to other tissues, the nervous system is especially enriched in diverse miRNAs and other types of ncRNAs of unknown function that show specific spatial-temporal patterns of expression. 5 Functional studies, with special emphasis on miRNAs, have revealed that their dynamic expression has essential roles in cell-type specification and differentiation during development, 6 but also in the maintenance of adult post-mitotic cells. Conditional inactivation of Dicer, the limiting enzyme of miRNA biogenesis, in specific areas of the adult mouse brain consistently results in progressive loss of specific types of neurons. [7] [8] [9] In addition, perturbation of selective miRNAs affects neuronal viability. [10] [11] [12] Therefore, specific miRNAs and possibly other types of sncRNAs may be particularly relevant in preserving neuronal viability. sncRNA expression is highly sensitive to physiological and pathological stimuli, with consequent modifications in gene expression leading to a specific cell status. In neurodegenerative diseases, ncRNA alterations occurring at prodromal phases are especially relevant, as they may determine initial gene expression changes with pathogenic impact. This scenario prompts the idea that the activity of specific sncRNAs could be targeted to overcome or delay pathogenesis.
Stable, chemically modified antisense oligonucleotides complementary to miRNAs (miRNA-ASOs) bind with high specificity to the target sncRNAs and inhibit their activity by impeding the association of miRNAs with the complementary sites in the target mRNAs, which may restore expression levels of specific genes. miRNA-ASOs are therefore useful molecules for identifying miR-NAs with a relevant role in neuronal maintenance. Stabilized ASOs targeting other classes of sncRNA (sncRNA-ASOs) have the potential to similarly uncover the novel bioactive species implicated in cell survival.
High-throughput functional screenings (HTFSs) have used miRNA-ASOs or RNA molecules designed to mimic endogenous mature miRNA (miRNA-mimics), to identify species with an effect in the expression of dosage-sensitive genes, in reporter assays. 13, 14 In addition, most HTFS analyses have evaluated the effect of a moderate number of miRNA-mimics or -ASOs in tumorigenic outcomes, including cell invasiveness, 15 tumor cell death, 16 or cell growth. 17, 18 HTFS studies to generally identify sncRNAs with a role in differentiated neuronal cell viability are missing. In the present study, we developed a high-throughput screening platform to evaluate the effect of 2,004 sncRNA-ASOs, targeting miRNAs (a total of 1,954) and non-miRNA sncRNAs (a total of 50) in neuronal cell viability, under both normal and basal conditions and following oxidative stress (OS), a major hallmark in neurodegenerative disorders. We used a statistical scoring method developed for high-throughput screenings to target hits, 19 a subgroup of which was confirmed by using an alternative statistical strategy that we developed, dealing with biological replicates. In addition, we used alternative functional approaches to validate hits targeted by both statistical methods. Our approach has identified a reliable group of detrimental and protective sncRNA-ASOs, which may reflect the involvement of the targeted species in neuronal maintenance and response to stress. Finally, we analyzed sncRNA expression dynamics after OS, suggesting that deregulation of several sncRNA species may contribute to neuronal dysfunction. Our data provide a large catalog of sncRNA-ASOs that may be selected for pre-clinical validation in model organisms.
RESULTS

HTFS Identifies Multiple miRNA-ASOs That Affect Cell Viability and Response to MPP+ Stress
To identify sncRNAs with a role in neuronal survival, we set up an HTFS to evaluate cell viability after inhibiting the activity of miRNAs and other types of sncRNAs. We used a library of locked-nucleic-acid (LNA)-modified ASOs targeting 1,954 miRNAs and 50 sncRNAs not typified as miRNAs that our studies have described in deep-sequencing data analysis of human brain samples 20 (Table S1 ). The sncRNA-ASOs were individually transfected in three independent biological replicates into SH-SY5Y cells differentiated into a post-mitotic, dopaminergic phenotype, a cell model largely used to understand the molecular bases of neuronal dysfunction. 21, 22 Two days after transfection, viability was determined with WST-1 tetrazolium reagent, whose bioreduction correlates with the number of metabolically active cells 23 (Figure 1 ). In every plate, we included a mock-transfected condition and a positive control of decreased cell viability, by transfecting a sncRNA-ASO that induces cell death.
We used two statistical approaches to identify sncRNA-ASOs that affect neuronal cell viability. The first approach is based on the B score, 19 a powerful method designed for plate-based assays that detects hits under the assumption that the vast majority of the screened sncRNA-ASOs are not active. Statistical B scores are constructed based on the observation that hits behave as outliers compared to the majority of non-effective sncRNAs-ASOs. The normalized B scores follow a standardized Gaussian distribution, so that outliers, our potential hits, can be defined as values below À2. A positional effect was detected, with B score values in close columns or rows clustering together ( Figure S1 ). As indicated in the B score method, we applied an iterative median polished that robustly avoids position-related systematic errors. 12 We consistently detected a decrease in cell viability in wells transfected with the positive control sncRNA-ASO ( Figure 2 ). A significant enrichment of hits was detected among the sncRNAs expressed in our model system ( Figure S2 ), which agrees with a specific effect of the ASOs on sncRNAs present in differentiated neuronal cells, thus favoring the detection of true detrimental effects. Among the sncRNAs (988 miRNAs and 9 sncRNAs) with mean normalized counts >1, according to sequencing analysis (Table S2 ), a total of 76 sncRNA-ASOs targeting miRNAs (miRNA-ASOs) significantly decreased viability in differentiated SH-SY5Y (B score <À2), in at least two biological replicates ( Table 1) .
The second statistical approach is based on a linear mixed effects model (LMM) that accounts for the three biological replicates as another source of variability in the experimental design. Similar to the B score method, the LMM uses the bulk of data as self-controls and accounts for systematic biases. The fact that the experimental design includes biological triplicates per sample, allows us to include sample random effects in the model so that outliers or candidate hits are summarized in a single value. This model provided a total of 87 sncRNA-ASOs that decreased cell viability, of which 47 (54%) were coincidental with the B score-based approach ( Table 1 ). These data suggest that the 47 sncRNAs targeted by the correspondent ASOs participate in the maintenance of cell viability. According to the miRNA enrichment analysis and annotation (miEAA) tool, 24 the pathways targeted by the group of miRNAs whose ASOs decrease cell viability include nervous system development, apoptosis, and DNA damage response and pathways associated with diverse neurodegenerative conditions, including Parkinson's and Huntington's diseases (Table S3 ).
An independent HTFS was performed to evaluate the effect of sncRNA-ASOs in cell viability after a stressful stimulus ( Figure 1 ). Differentiated SH-SY5Y cells were transfected with the sncRNA-ASOs, and 24 h later, they were subjected to 1-methyl-4-phenylpyridinium (MPP+) stress for an additional 24 h, after which cell viability was determined. MPP+ impairs oxidative phosphorylation in mitochondria by inhibiting complex I, leading to depletion of ATP and cell death, and has been used largely to understand dopaminergic neuronal death in Parkinson's disease (PD). 21 We used a concentration of MPP+ (3 mM) that produced a significant but moderate decrease (35%) in cell viability. MPP+ (3 mM) pro-duced a stronger decrease in cell viability by the sncRNA-ASO used a positive control (70%), compared with basal, untreated conditions (60%) ( Figure 2 ), and permitted the identification of other sncRNA-ASOs that worsen the response or protect it from MPP+ stress ( Figure 1 ).
A total of 60 miRNA-ASOs impaired the effect of MPP+ in cell viability according to both statistical methods (Table 2) , of which 22 (36.6%) were common to those that decrease cell viability under basal conditions ( Table 1) . A miEAA analysis with the group of miRNAs whose ASOs worsened the response to MPP+ stress pointed to response to reactive oxygen species (ROS) and apoptosis pathways (Table S4 ). In addition, 40 miRNA-ASOs protected from the detrimental effect of MPP+ on cell viability ( Table 2 ).
In summary, the HTFS identified 85 miRNA-ASOs with a detrimental effect in basal conditions and/or in response to MPP+, and 40 miRNA-ASOs that protect from MPP+ stress, which may reflect the protective and detrimental roles of the targeted miRNAs, respectively.
A Subset of Detrimental miRNA-ASOs Increases Free Radical Biogenesis and Impairs Mitochondrial Function
Generation of ROS plays a critical role in damaging cellular components and initiating cell death. Therefore, we evaluated whether the effect of specific miRNA-ASOs in cell viability is linked to changes in ROS levels. We used CellROX Deep Red Reagent (Molecular Probes) to quantify ROS levels that were expressed with respect to the total number of cells, measured with CyQUANT Direct Cell Proliferation Assay (Invitrogen). This strategy permitted the detection of increased ROS levels in cells transfected with the miRNA-ASO used as a positive control, and a general increase in ROS levels in cells treated with 3 mM MPP+ ( Figure S3 ).
We chose a subset of miRNA-ASOs with a negative effect on cell viability under basal conditions and/or in response to MPP+, a group of miRNA-ASOs that protect against MPP+, and a subset of miRNA-ASOs with no effect on cell viability. The subsets of detrimental and protective miRNA-ASOs are based on the altered expression of the targeted miRNAs in neurodegenerative conditions (Table S5 ). We particularly focused on miRNAs perturbed in PD paradigms, since differentiated SH-SY5Y cells are widely used to understand neuronal death mechanisms in this disease. 21 After transfection of the chosen miRNA-ASOs we evaluated ROS levels, both under basal conditions and in response to MPP+, as an alternative readout of cell dysfunction ( Figure 3 ). We calculated Pearson's correlation coefficient to evaluate the degree of association between the cell viability (B score) and OS (ROS levels) measures. The statistically significant negative correlation coefficient ( Figure S4 ) suggests that both measures are inversely associated.
Figure 2. Cell Viability Determinations in the HTFS under Basal Conditions and in Response to Oxidative Stress
Cell viability determinations in every plate are shown in mock-transfected cells, cells transfected with a negative control sncRNA-ASO (CÀ), and cells transfected with the positive control sncRNA-ASO (C+), under basal conditions and following treatment with 3 mM MPP+. Each dot represents the percentage of cell viability determinations in a well, with 100% considered to be the mocktransfected cells under basal conditions. All values are represented relative to a mock-transfected well under basal conditions. Differences between conditions were determined by using linear mixed-effects models, where experimental conditions to be compared are included in the model as fixed affects, and plates are included as random effects to account for between-plate variability. A Bonferroni correction was applied to account for multiple comparisons (number of comparisons = 9). Significant differences are found between MPP + treatment and basal conditions, in each experimental condition (Mock, CÀ, and C+; *p < 0.001), and in C+ versus mock and CÀ under basal conditions and after exposure to MPP + (+p < 0.001).
miRNA-ASOs impairing cell viability induced a significant increase in ROS levels under basal conditions and in response to MPP+ (Exp 1; Figure 3C ). The miRNAs-ASOs impairing cell viability, in both basal conditions and response to OS, strongly contributed to increased ROS levels (Exp 2a versus Exp 2b, upper panel; Figure 3C ). miRNA-ASOs with no effect on cell viability induced a slight increase in ROS levels compared with mock-transfected cells, suggesting that LNA-ASOs may produce minor OS (Exp 4; Figure 3C ). Compared with this group, protective miRNA-ASOs tended to decrease ROS levels (Exp 3; Figure 3C ) in agreement with their protective outcome www.moleculartherapy.org To test whether the detrimental effect of miRNA-ASOs was linked to mitochondrial dysfunction, we measured the mitochondrial membrane potential by using Mitotracker fluorescent dye (Molecular Probes). We selected ASOs targeting miR-204-5p, miR-532-3p, and miR-324-3p, which are reliably expressed in the human brain, perturbed in several neurodegenerative and neurological disorders, 20, [25] [26] [27] [28] [29] [30] [31] and involved in neuronal differentiation. [32] [33] [34] Confirming the effect of three miRNA-ASOs in decreasing cell viability (Tables 1 and 2 ) and inducing ROS, miR-204-5p-, miR-324-3p-, and miR-532-3p-ASO significantly impaired mitochondrial membrane potential (Figure 4) . These results suggest that the activity of these miRNAs is important for neuronal survival and response to MPP+ stress.
miRNA Expression Dynamics in Response to MPP+ May Contribute to Cell Dysfunction
Inhibition of sncRNAs activity may reflect, at least to some extent, the consequences of the downregulation of the targeted sncRNAs that occurs in response to specific stimuli. We analyzed the sncRNA expression profiles in response to MPP+ to understand if sncRNA dynamics contribute to cell viability outcome. SH-SY5Y cells were differentiated, and sncRNA expression profiles were determined by deep sequencing 24 h after exposure to MPP+ (3 mM). A total of 128 miRNAs were significantly deregulated after exposure to MPP+ (Table 3) .
Among the miRNAs whose ASOs worsened cell viability in basal conditions and/or response to MPP+ (according to both statistical tests), www.moleculartherapy.org hsa-miR-7974, miR-3619-5p, miR-455-3p, miR-3176, miR-3187-3p, miR-636, and miR-454-5p were downregulated after exposure to MPP+ (Table 3) , which suggests that their deregulation pattern may contribute to impairment of cell viability. For four downregulated miRNAs-miR-4745-5p, miR-574-5p, miR-1303, and miR-6847-5p-the correspondent ASOs protected from MPP+ stress. Among the MPP+-downregulated miRNAs, the increased number of detrimental ASOs versus protective ones is in contrast with the few hits found among the MPP+-upregulated miRNAs (only one protective and one detrimental miRNA-ASO).
We used the miEAA tool to identify the pathways targeted by MPP+-deregulated miRNAs (Tables S6 and S7 ). The analysis showed that MPP+-downregulated miRNAs were significantly depleted in signaling pathways related to stress, including apoptosis, oxidative stress response, p53, and DNA damage response. In addition, MPP+-upregulated miRNAs were enriched in analogous pathways. Furthermore, MPP+-deregulated miRNAs were significantly perturbed in Alzheimer's-, Parkinson's-, and Huntington's-disease-related pathways. Overall, these data suggest that the miRNA expression dynamics in response to MPP+ contributes to detrimental processes.
DISCUSSION
The evidence shows that perturbed activity of specific sncRNAs influence neuronal function under both normal and pathological conditions. In the present study we developed an HTFS to generally identify sncRNAs involved in neuronal cell viability, both under basal conditions and in response to OS, a major player in neurodegenerative processes.
Here, we used LNA-modified AOSs that bind to target sequences and decrease the availability and activity of each particular sncRNA. Although LNA modifications in ASOs increase stability and specificity for the target sequence, 35 binding to unintended targets could account for nonspecific effects in cell viability. However, the significant enrichment of hits among SH-SY5Y-expressed sncRNAs favors the idea that LNA-ASOs induce a detrimental effect by specifically targeting sncRNAs expressed in our model system.
To identify reliable sncRNA-ASOs affecting cell viability, we used the B score method, which is designed to detect hits in HTFS. 19 We applied an iterative median polish that robustly avoids row-and column-position-related systematic errors, which we detected in the different HTFSs. Z scores are also based on the raw sample values; however, as Brideau and colleagues 19 discussed, these scores suffer from the fact that they do not take into account positional effects, and their performance is compromised by outliers, which are the key hits. However, when no positional effects and changes occur in a plate, Z scores are slightly more efficient. That is why the combination of different methods may help to choose the best top hits. Under this premise, we proposed another statistical approach that is based on Z scores, but improved in a way similar to the B score. The approach is based on a LMM, where the positional effects are taken into account, and, in addition, it considers the three independent replicates as a source of variability in the experimental design. This method detected from 55% to 70% of the B score hits, and additional functional validations were performed for a subset of sncRNA-ASOs commonly identified in both strategies.
Only sncRNA-ASOs targeting canonical miRNAs produced significant effects in cell viability in agreement with both statistical methods. According to the miEAA (Tables S3 and S4 ), the pathways targeted by the group of miRNAs whose ASOs decrease cell viability favor the idea that the detrimental effects of the miRNA-ASOs are not nonspecific but are caused by the selective blockage of miRNAs that participate in neuronal survival. miRNA-ASOs that impair cell viability in basal conditions and/or in response to MPP+ may prevent the activity of miRNAs involved in neuronal maintenance or in neuronal protection in front of OS. Conversely, miRNA-ASOs protecting from MPP+ stress may target miRNAs contributing to MPP+-mediated cell death. Our results have validated the toxic effect of miRNA-ASOs tested in other HTFSs, including miR-204; miR-210 inhibitors in HeLa cells; 36 and miR-133a-3p, miR-361-3p, and miR-346 inhibitors in lung cancer cells. 37 In addition, in line with the detrimental effect of the miR-7-1-3p-ASO observed in the present study, miR-7-1 activity is involved in motor neuron protection. 38 miR-134-5p expression induces neuronal death in the brain, 39 which agrees with the protective effect of miR-134-5p-ASO in front of the stressful conditions observed here. Furthermore, reduction of miR-23a following traumatic brain injury induces neuronal death, 40 which matches with the worsened effect of the correspondent ASO observed in the present study.
Although our results validate many of the miRNAs reported to have a role in cell viability, there are some exceptions. The present study did not reveal the neuroprotective activity of miR-7-5p and miR-153. 41 In addition, we did not reproduce the neuroprotective effect of miR-181 inhibition 42 or the detrimental effect of miR-29b inhibition 43 in front of cerebral ischemia. Whether the lack of confirmation is because the activity of these miRNAs is context dependent or involves alternative experimental conditions remains to be determined. Validation of the present results in diverse cell types, including primary neurons, is needed to understand how general and consistent the effects of the miRNA-ASOs reported herein are. Furthermore, evaluation of the effect of miRNA-ASOs in the brain in model organisms will answer whether validation in simpler neuronal cell cultures can be extended to a complex structure with heterogeneous neuronal and nonneuronal (glial) cells.
The temporal and spatial miRNA dynamics regulate gene expression programs in normal conditions and in response to stressful stimuli. The effect of miRNA-ASOs mimic the consequences of miRNA downregulation, and our data suggest that the overall miRNA expression patterns in response to MPP+ contribute to MPP+-mediated damage. Analogous assumptions considering the miRNA expression patterns in human brains in neurodegenerative conditions are difficult to determine. Neurodegenerative diseases involve continuous and long-lasting molecular changes that shape disease evolution. For instance, according to our data, miR-204-5p and miR-532-3p are protective miRNAs (their inhibition impairs cell viability). In the substantia nigra of PD patients, miR-204-5p is upregulated, and miR-532-5p is downregulated; 27 however, both miRNAs are downregulated in the amygdala of PD patients. 20, 27 It is difficult to anticipate the significance of these changes, since neuropathological alterations strongly differ in these two brain areas. Furthermore, the expression pattern of miR-128-3p, another miRNA that we have identified as neuroprotective, differs in the amygdala of PD patients, showing downregulation at pre-clinical stages and upregulation at clinical stages. 20 miRNA expression dynamics may reflect complex reactive responses with functional consequences, either protecting from stress or contributing to dysfunction, depending on the brain regions and disease evolutionary stages. Experimentally induced alterations in the activity of miRNAs in vivo should highlight the relevance that changes in the expression levels of particular miRNA (or groups of miRNAs) undergo in a pathogenic process. In summary, the present study provides a catalog of protective and detrimental miRNAs with activity that affects neuronal viability, both in resting conditions and/or in response to oxidative stress. Our approach is a first step in defining druggable miRNAs in preclinical studies aiming at validating the manipulation of miRNA activity as a therapeutic strategy in neurological and neurodegenerative disorders.
MATERIALS AND METHODS
Cell Cultures
SH-SY5Y cells were grown in DMEM with L-glutamine (Biowest), supplemented with 10% inactivated fetal bovine serum (FBSi; Gibco), 1% of penicillin-streptomycin (P/S; Gibco), and 250 ng/mL of amphotericin B (Sigma-Aldrich). SH-SY5Y cells were differentiated for 4 days with retinoic acid (RA; Merck) at 10 mM and for 3 days with 12-O-tetradecanoylphorbol-13-acetate (TPA; Merck) at 80 nM. This protocol was adapted from Presgraves et al. 44 Approximately 5,000 cells were seeded per well in 96-well plates (Thermo Fisher Scientific), using a Multidrop 348 (Thermo Fisher Scientific) or in 100,000 cells in 6-well plates.
Transfection of LNA-Modified ASOs
The library consisted of 1,954 miRNA-ASOs plus 50 custom sncRNA-ASOs (Human miRCURY LNA microRNA Inhibitor Library 190103; Exiqon). Transfection was performed using a Sciclone AHL 3000 (Caliper). Briefly, 50 mL of transfection mix was added to differentiated cells grown in 100 mL of differentiation medium. The transfection mix consisted of 43.5 mL of Opti-MEM (Gibco), 0.5 mL of Lipofectamine 2000, and 6 mL of miRNA-or sncRNA-ASO. The final concentration of the ASO was 70 nM. Then, 100 mL of the transfection medium was removed 24 h later with a Platewasher ELx405 (BioTek Instruments) and replaced with 100 mL of fresh differentiation medium, with a Multidrop 348.
Each plate was transfected with 58 unique miRNA-or sncRNA-ASO, a negative mock-transfected control, and a positive control, consisting of a sncRNA-ASO with known detrimental activity. The peripheral wells were not included in the analysis and contained only medium. The 2,004 sncRNA-ASOs were distributed in 37 plates, and transfections were performed in triplicate. An additional plate was included in triplicate containing mock-transfected cells (treated only with Lipofectamine 2000; Thermo Fisher Scientific); cells transfected 
MPP+ Treatment
To evaluate the involvement of miRNA-or sncRNA-ASOs in in the neuronal response to oxidative stress, cells were treated with MPP+. After differentiation and 24 h following transfection in 96-well plates, the cells were treated with a dose of MPP+ (3 mM, final concentration; Sigma-Aldrich), inducing a moderate effect on cell viability (30%-40% decrease), which was determined 24 h later. MPP+ (3 mM) treatment was also performed in six-well plates after SHSY-5Y seeding (100,000 cells per well) and differentiation, to evaluate sncRNA perturbations occurring as a consequence of MPP+ stress.
Cell Viability Determinations
Cell viability was assessed with the WST-1 reagent 45 (Roche) 48 h after transfection. WST-1 was added to the cell medium at a ratio of 1:10. WST-1 was dispensed using a Sciclone AHL 3000. Cell plates were incubated with WST-1 at 37 C for 2 h. Then, each plate was read twice: at 440 nm and at 690 nm, using an Infinite M200 instrument (Tecan). The final absorbance value was the result of subtracting the 690 nm absorption measure from that at 440 nm and from that of a blank plate. This blank plate was also measured at 440 and 690 nm and contained growth medium without cells and WST-1 at a ratio of 1:10.
In the HTFS to evaluate the response to MPP+, a triplicate plate was added to measure the effect of MPP+ in cell viability in mock-transfected cells and in cells transfected with the sncRNA-ASO used as a positive control.
Hits Detection Based on B Score
The B score method 19 is based on the median, which is not distorted by outliers (the hits or ASOs affecting cell viability):
b i = x i À medðxÞ madðxÞ :
In this equation, medðxÞ is the median of all sample values on a plate, whereas madðxÞ is the median absolute deviation. The numerator and denominator were adjusted to account for systematic biases. A rowcolumn-additive model was added to the plate using the two-way median polish procedure x rcp = m p + R rp + C cp + e rcp , where x rcp is the raw value of a sample in row r, column c, and plate p. m p is the plate median, R rp is the row effect, and C cp is the column effect. Under this model, e rcp is the plate-specific row-and-column-normalized value of x rcp . Taking all that into account, the final B score was obtained by:
b' i = e rcp mad p ðeÞ :
As this positional-effect-normalized B score behaves as a standardized Gaussian distribution, the hits can be defined as values below À2 (two SDs) in the screening looking at neuronal survival. In the screening related to compounds affecting viability under OS, values below À2 are considered to worsen viability in an OS context. Conversely, values above 2 in that screening indicate that the effect of the ASO is protective.
Hits Detection Based on a LMM
The previous approach was not able to deal with the variance produced by the fact that each plate was run in triplicate. Therefore, we complemented the B score approach with another one based on a LMM:
x rcpik = m + R r + C c + g p + a i + e rcpik :
In this equation, x rcpik is the measurement value of the k-th biological replicate of the i-th compound sample in row r, column c, and plate p. m is the overall average across all measurements. R r and C c are row and column fixed effects, respectively. a i is the random effect for the i-th sample, which accounts for inter-sample variation. g p is the random effect for the p-th plate, which accounts for inter-plate variation. e rcpik is a random-error variable, that accounts for the variability inherent to the sample. The model assumes that a i , g p and e rcpik are Gaussian variables with mean 0 and s 2 a ; s 2 g s 2 e variances, respectively. Therefore, the model accounts for positional effects through the inclusion of row and column fixed effects and adds inter-plate variability. The model can easily be extended to include specific plate positional biases by the inclusion of a random effect that interacts with row and column fixed effects.
As in this approach a i is the element of interest. The BLUP 46 (the best linear unbiased predictor of these random effects) of a i can be used to catch samples that significantly deviate from the overall adjusted average. Because the experimental design includes biological triplicates, the model takes advantage of this by including all triplicates, instead of summarizing them, and therefore gains statistical power. In this approach, the sample outliers, the putative hits, are summarized in a single value given by the BLUPs.
ROS Quantification
Subsets of miRNA-ASOs were selected to analyze their effect on the ROS production that normally accompanies neuronal damage. miRNA-ASOs were transfected in triplicate, in six independent biological replicates. After 24 h, half of them were treated with 3 mM
